Supplementary Table 4. Top 100 differentially modified genes between early HCC and

CHB/LC in the training set.

Gene Coefficient® p-value AUC (Early HCC vs. CHB/LC)
FIGN 0.275 7.13E-12 75.00%
STAUI1 1.276 6.29E-10 60.50%
SYN2 -0.643 4.63E-08 59.50%
TBCE 0.851 6.18E-08 62.70%
ATP10B -0.434 1.37E-07 57.80%
CDS5L -0.481 1.46E-07 62.30%
HS3ST2 -0.425 1.53E-07 58.90%
GML -0.530 2.77E-07 62.30%
PIEZO2 0.697 3.04E-07 58.70%
TRAPPC6B 0.685 4.08E-07 59.20%
RPH3A -0.563 4.51E-07 62.80%
CAMKID 0.839 6.13E-07 62.00%
GPLD1 0.671 7.78E-07 59.30%
USP14 0.652 9.76E-07 59.80%
RNF175 -0.528 1.14E-06 57.20%
CAS8 -0.368 1.29E-06 61.50%
MARCHI1 -0.299 1.33E-06 60.30%
PDZK1 0.438 1.50E-06 63.20%
T™™C2 -0.521 1.70E-06 62.20%
MUC17 -0.417 1.87E-06 57.20%
HOPX -0.431 1.95E-06 61.90%
I[PPK 0.685 2.08E-06 63.50%
PTPRO -0.514 2.21E-06 61.90%
RPRD2 0.694 2.32E-06 60.70%
C4orf22 -0.268 2.34E-06 62.40%
CCM2L -0.528 2.41E-06 58.90%
SYNDIG1 -0.463 2.51E-06 59.60%
KIR3DX1 -0.420 2.64E-06 55.70%
DRGI1 0.857 2.82E-06 58.70%
HDLBP 0.913 3.30E-06 59.90%
SIAH3 -0.573 3.44E-06 64.10%
NETO2 -0.467 3.65E-06 59.00%
CPO -0.540 4.00E-06 60.40%
CACNAIA -0.539 4.21E-06 59.50%
MCOLN2 -0.505 4.28E-06 60.10%
CREBS -0.606 4.33E-06 61.70%
SLC24A2 -0.325 4.42E-06 61.10%
JUN -0.398 4.43E-06 60.80%
STK32B -0.471 4.53E-06 57.30%
COLI15A1 -0.493 5.07E-06 56.80%
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LILRB4 -0.299 1.73E-05 54.70%
USP6 -0.530 1.74E-05 55.30%
GPR26 -0.354 1.75E-05 58.10%
KLRGI -0.532 1.77E-05 60.90%
PARDO6G 0.436 1.81E-05 63.10%
SYCP1 -0.276 1.87E-05 59.70%
KCNIP1 -0.550 1.87E-05 62.30%
SAP130 0.871 1.98E-05 58.50%
KIAA0226L -0.439 1.99E-05 57.70%
COG2 0.535 2.22E-05 59.30%
EDN3 -0.416 2.24E-05 61.40%
ZNF445 0.798 2.26E-05 59.80%
URB2 0.660 2.31E-05 58.80%
GAB4 -0.325 2.36E-05 58.50%
POGZ 0.590 2.38E-05 61.20%
SCN10A -0.372 2.41E-05 61.00%
SYTI16 -0.269 2.42E-05 59.80%

Notes: # Coefficient was based on the logistic regression adjusted for age and gender for each
gene in the training set. ® AUC was calculated for each gene in the training set. AUC: area under
curve; CHB: chronic hepatitis B virus infection; HCC: hepatocellular carcinoma; LC: liver
cirrhosis.



